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productionAb t ts rac
GAGQSSPATGSQNQSGNTGSIINNYYMQQYQNSMDTQLGDNAISGGSNE
GSTDTTSTHTTNTQNNDWFSKLASSAFTGLFGALLADKKTEETTLLEDRITo date little has been reported about porcine T cell epitopes during viral LTTRNGHTTSTTQSSVGVTHGYSTEEDHVAGPNTSGLETRVVQAERFYKK
disease In this study we describe the application of a state of the art YLFDWTTDKAFGHLEKLELPSDHHGVFGHLVDSYAYMRNGWDVEVSAVGN. , - - -
QFNGGCLLVAMVPEWKEFDTREKYQLTLFPHQFISPRTNMTAHITVPYLGMHC/peptide predictor algorithm developed for Human Leukocyte Antigen
VNRYDQYKKHKPWTLVVMVVSPLTVNNTSAAQIKVYANIAPTYVHVAGEL(HLA) Class I genes NetMHCpan To analyze Swine Leukocyte Antigen, . PSKEGIFPVACADGYGGLVTTDPKTADPAYGKVYNPPRTNYPGRFTNLLD
(SLA) molecules SLA 1*0401 and SLA 2*0401 we used closely related HLA VAEACPTFLCFDDGKPYVTTRTDDTRLLAKFDLSLAAKHMSNTYLSGIAQ- - ,
C f f YYTQYSGTINLHFMFTGSTDSKARYMVAYIPPGVETPPDTPERAAHCIHAlass I molecules in the database to identi y potential peptide epitopes rom
EWDTGLNSKFTFSIPYVSAADYAYTASDTAETINVQGWVCIYQITHGKAEh P1/ id i i f f d h di i (FMDV) it e caps prote n reg on o oot-an -mout sease v rus stra n NDTLVVSVSAGKDFELRLPIDPRQQTTATGESADPVTTTVENYGGETQIQ
A24 N tMHC di t d i ibl 9 d 10 tide pan pre c e n ne poss e mer an mer pep e RRHHTDIGFIMDRFVKIQSLSPTHVIDLMQTHQHGLVGALLRAATYYFSD.
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protein (P1) region using known binding motifs for the SLA 1*0401-         
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(ii) Run chosen peptide sequences through the NetMHCpan predictor [P tid ] M        ep e n 
algorithm to identify the peptides which are predicted to bind NetMHCpan predicted nine possible 9mer and 10mer peptide sequences                  
that would bind SLA 1*0401 and ten for SLA 2*0401 with nine of ten- - ,Selected peptides were tested and their KD binding values determined             
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These data indicate that we have identified a porcine FMDV specific T cell             
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